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Fig. 7a. Class-specific and nearly class-specific residues at trace level 7. The great sequence
diversity of FHA domains results in a paucity of class-specific residues by the standard ET definition
(light blue), unless the highest trace levels are used. Definition of an additional category
accommodates the greater FHA sequence diversity at lower trace levels. We loosened the requirement
for a residue to be class-specific from conservation within 100% of FHA sequence classes to
conservation within at least 77% of FHA classes at trace level 7, and designate them nearly class-
specific, colored green and summarized with a lower case “x”. The other color codes follow Fig. 6.


